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AMENDMENTS TO THE CLAIMS 



1. 



(Cancelled) 



2. 



(Currently amended) The A method of claim 3 identifying candidate 



genes involved in systemic lupus erythematosus (SLE), comprising 
identifying a region of the genome adjacent to an SLE-associated marker, and 
selecting any gene in the region having a distance between the first nucleotide 
of the gene and the first nucleotide of an LI element of less than about 
200,000 base pairs as a candidate gene involved in SLE , wherein the LI 
element comprises a sequence at least about 95% similar to the sequence of 
nucleotides 1-884 of SEQ ID NO:l. 

3. (Currently amended) A method of identifying candidate genes 
involved in syst e mic lupu s e ryth e mato s us ( SLE comprising identifying a 
region of the genome adjacent to a dis e as e an SLE -associated marker, and 
selecting any gene in the region containing an LI element in an intronic 
region or in a 5' or 3' regulatory region as a candidate gene involved in SLE a 
wherein the LI element comprises a sequence at least 95% similar to the 
sequence of nucleotides 1-884 of SEP ID NO:l . 

4-18. (Cancelled) 

» 

19. (Currently amended) The method of claim 2 3, comprising selecting 
any gene containing an LI element in an intronic region as a candidate gene 
involved in SLE. 

20. (Currently amended) The method of claim 2 3, comprising selecting 
any gene containing an L 1 element in a 5 ' regulatory region as a candidate 
gene involved in SLE. 
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21. (Currently amended) The method of claim 2 3, comprising selecting 
any gene containing an LI element in a 3' regulatory region as a candidate 
gene involved in SLE. 

22. (Previously added) The method of claim 2, wherein the LI element 
has at least about 98% sequence similarity to nucleotides 1-884 of SEQ ID 
NO:l. 

23. (Previously added) The method of claim 2, wherein the LI element 
has at least about 99% sequence similarity to nucleotides 1-884 of SEQ ID 
NO:l. 

24. (Canceled) Th e m e thod of claim 2, wh e r e in th e distance b e tw ee n the 
first nucl e otid e of th e LI e l e m e nt and th e first nucl e otide of th e g e n e is l e ss 
than about 200,000 bas e pairs. 

25. (Previously added) The method of claim 2, wherein the distance 
between the first nucleotide of the LI element and the first nucleotide of the 
gene is less than about 100,000 base pairs. 

26. (New) The method of claim 2, wherein the LI element comprises 
residues 1-884 of SEQ ID NO:l. 

27. (New) The method of claim 2, wherein the LI element comprises 
SEQ ID NO: 1. 

28. (New) The method of claim 2, wherein the region of the genome is 
within 5 million bases on either side of the SLE-associated marker. 

29. (New) The method of claim 2, wherein the region of the genome is 
within 1.7 cM on either side of the SLE-associated marker. 
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30. (New) The method of claim 3, wherein the LI element has at least 
about 98% sequence similarity to nucleotides 1-884 of SEQ ID NO:l. 

31. (New) The method of claim 3, wherein the LI element has at least 
about 99% sequence similarity to nucleotides 1-884 of SEQ ED NO:l. 

32. (New) The method of claim 3, wherein the LI element comprises 
residues 1-884 of SEQ ID NO:L 

33. (New) The method of claim 3, wherein the LI element comprises 
SEQ ID NO: 1. 

34. (New) The method of claim 3, wherein the region of the genome is 
within 5 million bases on either side of the SLE-associated marker. 

35. (New) The method of claim 3, wherein the region of the genome is 
within 1.7 cM on either side of the SLE-associated marker. 

36. (New) A method of identifying candidate genes involved in systemic 
lupus erythematosus ( SLE ), comprising identifying a gene containing an LI 
element in an intronic region or in a 5 ' or 3 5 regulatory region, and selecting 
any gene within 1 .7 cM of an SLE-associated marker as a candidate gene 
involved in SLE, wherein the LI element comprises a sequence at least 95% 
similar to the sequence of nucleotides 1-884 of SEQ ID NO:l. 

37. (New) The method of claim 36, wherein the LI element comprises 
SEQ ID NO: 1. 



{W:\05983\l 00H567US 1\00 1 65029.DOC IIIIlillllliiillQIIlllllllllllIi } 



